Figure lA 

1 CAAGGTTCTGAAGGAAACAAGGTCAAGAGGACATCCTGCATGTATGGGGCAAACTGCTAT 60 

61 AGGAAGAATCCTGTTCATTTTCAACATTTTAGCCATCCTGGTGATAGTGATTATGGAGGT 120 

121 GTACAAATCGTGGGCCAAGATGAGACTGATGACCGGCCTGAATGTCCCTATGGACCATCC 180 

181 TGTTATAGGAAGAATCCCCAGCACAAGATAGAATATAGACATAATACGCTTCCAGTGAGA 240 

241 AATGTTTTAGATGAAGATAATGATAATGTTGGGCAACCCAATGAGTATGACCTGAACGAC 300 

301 AGCTTTCTAGATGATGAGGAAGAAGACTATGAGCCAACAGATGAAGATTCTGACTGGGAA 360 

361 CCAGGAAAGGAAGATGAAGAGAAGGAAGATGTGGAAGAGCTTTTGAAAGAAGCAAAAAGC 420 

421 AAATAATTTCCCGCATCTTCACTCTTCATCTTCCCACCCTCTTCTGGACAACTCCTGACA 480 

481 TTCTGTGATATTCAGCATTCACCATAAACATTGCATGATTCAGTTCTCCTTGATATCTTG 54 0 

541 GTGCTTGGACTCTTCACTGTTGGCATCATTAGGTCAGCAGGTGAACACTCAGGATTGTTT 600 

601 CTCTTCTGTTAGTAGAGCACCAAAAGACAGGGTCTGGCTCTGTCACCTAAGCCAGAGGGC 660 

661 AATGGTACAATCACCATTGACTGCAGTCTCAAATTCCTGGGCTCAAGCAATCCTCCCGCC 720 

721 TCAGCTTCCCAAGCAGCTGGGACTACAGGCATGCCCCACCATGTCCAGGGAATGGTGTCT 7 80 

781 GGACCCAGAGAATAACTGGATCTTCAAGGAAGGAAGAGAAATCTTCAGAAGAACATGGAT 84 0 

841 TTTCCCCACTGGTAGTTAGTTGTCTCTTCCATATCCAGAAATAACTTGAACACGTTAGAC 900 

901 GGGGCCACTGTGCATAGTGTCCTCCCAGGAAAACGCCAAGATTCTCC7\AGACACTTTCAT 960 

961 ATCCTAAGCCCTGTTCTGTTTGTTCTTGTGTAGTAAATTGGCAAATTTGGCAGTACAGAA 1020 

1021 GACATCTCTAACCTGATGTCACAAAGAATCATGTCTGGCCCATACAAAGTATTCTAACTA 1080 

1081 ACCATGTAAGCCACTAGAATGTTAAACTAATGCTCTGGCACTGAGGTTTAGAATGGAGCT 1140 
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Figure IB 

1141 CAGATACCATACCCCAAAGATGCTGGCAGAGACATTCTGACTCATTAAGGGAGAGCTGGC 12 00 



1201 TGATAGCAGAGAGGGGTGACATCAGCCTTGCAGACATTGCCCTGGGGAATTCTGAGCAGT 12 60 



12 61 GTTGCTCACAGCACCACCTGGCCAGATGGAGACCACCATGGGGTTCATGGATGACAATGC 1320 
1 METTMGFMDDNA 12 



1321 CACCAACACTTCCACCAGCTTCCTTTCTGTGCTCAACCCTCATGGAGCCCATGCCACTTC 1380 
13 TNTSTSFLSVLNPHGAHA T S 32 



1381 CTTCCCATTCAACTTCAGCTACAGCGACTATGATATGCCTTTGGATGAAGATGAGGATGT 14 4 0 
33 FPFNFSYSDYDMPLDEDEDV 52 



1441 GACCAATTCCAGGACGTTCTTTGCTGCCAAGATTGTCATTGGGATGGCCCTGGTGGGCAT 1500 

53 TNSRTFFAAK IVIGMALVGI 72 

1501 CATGCTGGTCTGCGGCATTGGAAACTTCATCTTTATCGCTGCCCTGGTCCGCTACAAGAA 1560 

73 MLVCGIGNFIFIAAL V R Y K K 92 



1561 ACTGCGCAACCTCACCAACCTGCTCATCGCCAACCTGGCCATCTCTGACTTCCTGGTGGC 1620 

93 L R N L T N LLIANLAISDFLVA 112 

1621 CATTGTCTGCTGCCCCTTTGAGATGGACTACTATGTGGTGCGCCAGCTCTCCTGGGAGCA 1680 

113 IvjCPFEM DYYVVRQLSWEH 132 

1681 CGGCCACGTCCTGTGCACCTCTGTCAACTACCTGCGCACTGTCTCTCTCTATGTCTCCAC 174 0 

133 GHVlJtSVNYLR TVSLYVST 152 

1741 CAATGCCCTGCTGGCCATCGCCATTGACAGGTATCTGGCTATTGTCCATCCGCTGAGACC 1800 

153 NALLAIAIDRYLAIVHPL R P 172 

1801 ACGGATGAAGTGCCAAACAGCCACTGGCCTGATTGCCTTGGTGTGGACGGTGTCCATCCT 1860 

173 R M K C Q T ATGLIALVWTVSIL 192 

1861 GATCGCCATCCCTTCCGCCTACTTCACCACCGAGACGGTCCTCGTCATTGTCAAGAGCCA 1 92 0 

193 lAIPSAYF TTETVLVIVKSQ 212 

1 92 1 GGAAAAGATCTTCTGCGGCCAGATCTGGCCTGTGGACCAGCAGCTCTACTACAAGTCCTA 1980 

213 EKIf|gQIWPVDQQLYYKSY 232 

198 1 CTTCCTCTTTATCTTTGGCATAGAATTCGTGGGCCCCGTGGTCACCATGACCCTGTGCTA 204 0 

233 FLFIFGIEFVGPVVTMTLCY 252 
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Figure IC 

2041 TGCCAGGATCTCCCGGGAGCTCTGGTTCAAGGCGGTCCCTGGATTCCAGACAGAGCAGAT 2100 

253 ARISRELWFKAVPGFQTEQI 272 

2101 CCGCAAGAGGCTGCGCTGCCGCAGGAAGACGGTCCTGGTGCTCATGTGCATCCTCACCGC 2160 

273 RKRLRCRRK TVLVLM|ILTA 292 

2161 CTACGTGCTATGCTGGGCGCCCTTCTACGGCTTCACCATCGTGCGCGACTTCTTCCCCAC 2220 

293 Y V L C W A P F Y GFTIVRDFFPT 312 



2221 CGTGTTTGTAAAGGAGAAGCACTACCTCACTGCCTTCTACATCGTCGAGTGCATCGCCAT 22 80 
313 VFVKEKHYLTAFYIVECIAM 332 



2281 GAGCAACAGCATGATCAACACTCTGTGCTTCGTGACCGTCAAGAACGACACCGTCAAGTA 234 0 
333 SNSMINTLCFVTV K N D T V K Y 352 



2341 CTTCAAAAAGATCATGTTGCTCCACTGGAAGGCTTCTTACAATGGCGGTAAGTCCAGTGC 2400 
353 FKKIMLLHWKASYNGGKSSA 372 



2401 AGACCTGGACCTCAAGACAATTGGGATGCCTGCCACCGAAGAGGTGGACTGCATCAGACT 24 60 
373 DLDLKTIGMPATEEVDCIRL 392 

24 61 AAAATAACCCCCTGGACTTTGCAAAGTTTAAACACAAAGCAGGGTCCTGTGGACACTGAC 2520 



2521 TAGTGTGCTTGGATGCACATCAACCTGGAACTTTTTGTTTGCTGCAGAGGGTAAAGTAAA 258 0 
2581 TGGACCACTCTGTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 2640 



2641 AAAAAAAAAAAAAA 2654 
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Figure 2 

HGPRBMY14 METTjEEf DDNiTKTS|SE||s|LNPHGAHATSFPFN|| 

human_gpcr_dJ680H4_3 • 

gpr 7 3_mouse METT^ftgGENTTlTEfDFFSALDGHj 
NPY2R_chicken 
NPY2R_rat 

HGPRBMY14 

human_gpcr_d J 5 8 ON 4_3 
gpr7 3_mouse 
NPY2R_chicken 
NPY2R_rat 

HGPRBMY14 

human_gpcr_dJ680N4_3 
gpr73_mouse 
NPY2R_chicken 
NPY2R_rat 

HGPRBMyi4 

h\iman_gpcr_d J68 0N4_3 
gpr73_mouse 
NPY2R_chicken 
NPY2R_rat 

HGPRBMY14 

human_gpcr_d J6 8 ON 4_3 
gpr73_mouse 
NPY2R_chicken 
NPY2R_rat 

HGPRBMY14 

human_gpcr_d J6 8 ON 4_3 
gpr73_mouse 
NPY2R_chicken 
NPY2R_rat 

HGPRBMY14 

huraan_gpcr_dJ680N4_3 
gpr73_mouse 
iSrPY2R_chicken 
NPY2R_rat 
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Figure 3 
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Figure 4 




D0118NP 



Figure 5. 



Protein 


Genbank 
ID 


Identities 


Similarities 


human dJ680N4.3 G-protein 
coupled receptor 


gi|7688218 


90% 


93% 


mouse G-protein coupled 
receptor GPR73 protein 


gi|7248884 


84% 


88% 


chicken neuropeptide Y receptor 
Y2 protein 


gi| 11545537 


27% 


39% 


rat neuropeptide Y/peptide YY- 
Y2 receptor protein 


gi| 1028 1748 


29% 


41% 



D0118NP 



Figure 6 




Figure 7 




Figure 8 



CHO HFATrCRE Bm 1 A .006 
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Figure 10 



HEK CREBIVfv'H.QQS 
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Figure 11 



CHOHFAT Gal 5.009 




FM-H 



m 
o 
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Figure 12 
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Figure 13 

Cho NFAT Gal 5 Control (Fluorescent vs. Bright Field) 
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Figure 14 





Figure 15 



VDTFFEDIPWGFVLF 

LFVDKWDLSNFWGGG 
LFLEAWDLSDTPHLY 
VWGN S LI VGRWDWG 
IGGVGDGLYWSWDL 



(SEQ ID NO:87) 

(SEQ ID NO:88) 

(SEQ ID NO:89) 

(SEQ ID NO: 90) 

(SEQ ID N0:91) 



